Figure S1. vdW interaction energy (kcal/mol) of active site residues with DRV in HIV-1 protease crystal structures.
. Changes in vdW interaction energy (kcal/mol) of active site residues with DRV in HIV-1 protease crystal structures relative to the WT complex. Figure S5 . Schematic representation of hydrogen bonding over the course of the simulation for L90M, L76V and V32I, percentages are relative to the length of time observed for the WT simulation ( Fig 5B, C and S4 ).
L76V

L90M V32I
S9 Figure S6 . Histograms of vdW between DRV and protease during MD simulations. 
